Chromosomal distribution of H2AX histones in CD4 T cells.
Peak finding by MACS was run for CD4 H2AX versus genomic input.
The number of peaks in 0.5 Mb genomic intervals was plotted on the y axis.
The genomic intervals with more than five expressed genes were marked by blue ticks on the top.
The annotated centromere and heterochromatin are shown in red and orange, respectively. Supplementary Figure 10 Telomeric and genic enrichment of H2AX in HL-60 cancer cells Left> H2AX nucleosome occupancy as a function of the distance to chromosome ends. Nucleosome occupancy was given as the normalized read count as described in Supplementary Information.
Right>
The number of HL-60 H2AX peaks in genic and non-genic regions. The number of genic / non-genic regions is indicated below. The mean and standard deviation of each group is depicted as a red dot and blue arrows.
